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Abstract

Inborn errors of metabolism (IEMs) comprise a diverse group of individually

rare monogenic disorders that affect metabolic pathways. Mutations lead to

enzymatic deficiency or dysfunction, which results in intermediate metabolite

accumulation or deficit leading to disease phenotypes. Currently, treatment

options for many IEMs are insufficient. Rarity of individual IEMs hampers

therapy development and phenotypic and genetic heterogeneity suggest benefi-

cial effects of personalized approaches. Recently, cultures of patient-own liver-

derived intrahepatic cholangiocyte organoids (ICOs) have been established.

Since most metabolic genes are expressed in the liver, patient-derived ICOs

represent exciting possibilities for in vitro modeling and personalized drug test-

ing for IEMs. However, the exact application range of ICOs remains unclear.

To address this, we examined which metabolic pathways can be studied with

ICOs and what the potential and limitations of patient-derived ICOs are to

model metabolic functions. We present functional assays in patient ICOs with

defects in branched-chain amino acid metabolism (methylmalonic acidemia),
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copper metabolism (Wilson disease), and transporter defects (cystic fibrosis).

We discuss the broad range of functional assays that can be applied to ICOs,

but also address the limitations of these patient-specific cell models. In doing

so, we aim to guide the selection of the appropriate cell model for studies of a

specific disease or metabolic process.
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1 | INTRODUCTION

Inborn errors of metabolism (IEMs) comprise a broad cate-
gory of monogenic disorders affecting metabolic pathways,
with a cumulative prevalence of approximately 1 in 2000
live births annually.1,2 While current technological progress
has increasingly improved early IEM diagnosis, full mecha-
nistic understanding, and treatments beyond symptomatic
approaches remain limited.3 To study IEMs and address
the urgent need for novel treatments,4 human in vitro
models, which recapitulate the patient's genetic make-up
and tissue function are needed.

In recent years, organoids have been increasingly
employed to model various organs.5–7 Organoids are three-
dimensional (3D) cell cultures that can be established from
adult stem cells, induced pluripotent stem cells or embry-
onic stem cells. Upon differentiation, organoids recapitu-
late cellular and functional aspects of the organ of origin
and have been proposed for use as preclinical tools for per-
sonalized medicine.8–12

In 2015, liver organoids were generated from patient-
derived LGR5-positive adult liver stem cells.5 To differen-
tiate these organoids from other liver-derived organoids,
they have been named intrahepatic cholangiocyte-
derived liver organoids (ICOs).6,13 ICOs recapitulate indi-
vidual patients' genetic make-up, retain tissue specific
functions without the need for genetic reprograming, and
can be differentiated toward hepatocyte-like cells. More-
over, ICOs are suitable for long-term culture, while
remaining genetically stable.6

Patient derived ICOs have been used to phenotype
human disease, including cancer, Alagille syndrome, and
alpha-1 antitrypsin deficiency.6,14–16 However, it has also
become clear that not all liver functions are well reflected
in ICOs (Ardisasmita et al., submitted). Thus, the question
remains which metabolic categories and IEMs can be stud-
ied with ICOs and whether ICOs represent advantages over
other patient-derived cell models such as fibroblasts.

To address this, we investigated the potential and lim-
itations of patient-derived ICOs to model metabolic func-
tions. We describe the ease of establishing and expanding

ICOs from small biopsies and present a range of func-
tional assays that can be applied to ICOs. By also
addressing current limitations in in vitro modeling, we
hope to guide the selection process of the appropriate
model to study IEMs.

2 | MATERIALS AND METHODS

2.1 | Organoid generation and culture

Liver tissue was obtained from explant tissue (0.5-1 cm3) or
needle biopsies (�5 mm3) after patient informed consent.
Use for our studies was ethically approved by the different
collaborating University Centers (MEC-2014-060; STEM
1-402/K). Liver cells were isolated as described previously
(Supporting Information).6 The pelleted digest was plated
in 10 μL droplets of 70% (v/v) Matrigel (Corning) and cul-
tured in seeding medium (SM) (Supporting Information).
All cultures were kept in a humified atmosphere of 95% air
and 5% CO2 at 37�C and media were refreshed every other
day. Once ICOs formed, Noggin, Wnt conditioned media
(CM), Y27632, and human embryonic stem cell cloning
recovery solution (hES) were removed from the SM, now
termed expansion medium (EM). ICO cultures were pas-
saged 1:4 to 1:10 every 7 to 10 days by mechanical dissocia-
tion. For differentiation, ICOs were pretreated with 25 ng/
mL BMP7 (Peprotech) for 3 days, whereafter media were
changed to differentiation media (DM, Supporting Infor-
mation). After 8 days of differentiation, ICOs were used for
functional or gene expression analyses.

2.2 | Immunohistochemistry

Wholemount immunohistochemistry on ICOs was per-
formed as described (Supporting Information),17 using
primary and secondary antibodies (Tables S1 and S2).
Nuclei were stained with 0.5 μg/mL DAPI (Sigma-
Aldrich). Imaging was performed on a Leica TCS SP8
confocal microscope.
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2.3 | LC-MS/MS

ICOs and culture media of one MMA patient and one HC
were harvested and stored at �80�C until further use.
Methanol was added to the culture medium to extract the
acylcarnitines and free carnitine. For intracellular analyses,
ICOs were bullet blended in ice cold methanol. Stable iso-
tope internal standards (D3-carnitine, D3-C4-carnitine,
D3-C8-carnitine, and D3-C16 carnitine) and acetonitrile
were added and samples were vortexed and centrifuged
(5 minutes, 12 000 rpm). The methanol eluate was evapo-
rated under heated (40�C) nitrogen to dryness and butyl-
ated for 15 minutes at 60�C. Excess reagent was evaporated
to dryness and residue was reconstituted in 100 μL acetoni-
trile. Concentrations of free carnitine and acylcarnitines
were analyzed by flow injection using liquid chromatogra-
phy (Alliance 2790, Waters) coupled to a Micromass
QuattroUltima mass spectrometer (HPLC/MS/MS).18

2.4 | Copper toxicity assay

ICOs of one HC and one Wilson disease patient were
incubated with EM containing copper(II)chloride (CuCl2)
for 72 hours. Cell viability was assessed by quantifying
necrosis marker propidium iodide (0.1 mg/mL, Thermo-
Fisher) and DNA marker Hoechst (5 μg/mL, Sigma-
Aldrich) signals after 15 minutes of incubation at 37�C.
For this, whole Matrigel droplets were imaged with an
inverted Olympus IX53 epifluorescence microscope at 2�
magnification and quantified with Fiji.

2.5 | Forskolin-induced swelling assay

ICOs of one cystic fibrosis transmembrane conductance
regulator (CFTR) patient and two HCs were treated as
described previously.16 Briefly, 1000 cells were seeded in
5 μL Matrigel droplets per well of a 96 wells plate and cul-
tured for 3 days in EM with 10 μM Y27632. Thereafter,
Y27632 and forskolin (FSK) were removed and culture
proceeded for 3 days. Next, ICOs were treated with calcein
green (10 μM, Invitrogen) for 30 minutes at 37�C, 0 to
10 μM FSK was added and ICOs were analyzed by confocal
live-cell microscopy (LSM710, Zeiss, 5� objective). For
drug screening, patient ICOs were preincubated for
72 hours with 15 μM of VX-809 (Selleck Chemicals LLC),
while 15 μM of VX-770 (Selleck Chemicals LLC) was added
just before analysis. For CFTR inhibition a combination
of 50 μM CFTRinh-172 (Sigma) and 50 μM GlyH-101
(Calbiochem) was added to respective conditions 3 hours
before analysis. Foskolin-induced swelling (FIS) of ICOs
was automatically determined by quantifying total ICO

area relative to t = 0 with Volocity imaging software
(Improvision). After correcting for the average area of
0 μM FSK, each condition was analyzed in triplicate to
determine the average area under the curve (AUC) using
Graphpad Prism.

2.6 | RNA sequencing and analysis

mRNA was isolated from two HC ICO cultures as
described (Supporting Information). Raw sequencing data
of primary healthy fibroblasts (GSM1306659, GSM3146360,
GSM3067785, and GSM3067799) and healthy liver tissue
(SAMN07109073, GSM3442821, and GSM3442822) were
obtained from the European Nucleotide Archive (ENA).
Next, data were processed and corrected for batch effects
(Supporting Information). Heatmaps were generated using
pheatmap package (v. 1.0.12) in R (v3.6.3). The log2 fold
change relative to the mean expression of the gene across
all fibroblast and ICO DM samples was determined.
Finally, genes were sorted for best expression in DM ICOs
and into metabolic categories based on categorizations of
Vademecum Metabolicum, KEGG, Human Protein Atlas,
and Metabolic Atlas.19–21

2.7 | Resin electron microscopy (EPON)

HC ICOs were fixed in half strength Karnovsky fixative
(2.5% Glutaraldehyde (EMS) + 2% Formaldehyde (Sigma))
pH 7.4 at RT for 2 hours. ICOs were rinsed and stored in
1 M phoshate buffer pH 7.4 at 4�C until further processing.
Postfixation was performed with 1% OsO4, 1.5% K3Fe(III)
(CN)6 in 1 M phoshate buffer pH 7.4 for 2 hours. ICOs
were then dehydrated in a series of aceton, and embedded
in Epon (SERVA). Ultrathin sections were cut (Leica Ultra-
cut UCT), collected on formvar and carbon coated trans-
mission electron microscopy (TEM) grids, and stained with
uranyl acetate and lead citrate (Leica AC20). Micrographs
were collected on a JEM1010 (JEOL) equipped with a
Veleta 2 k � 2 k CCD camera (EMSIS, Munster, Germany)
or on a Tecnai12 (FEI Thermo Fisher) equipped with a
Veleta 2 k � 2 k CCD camera (EMSIS, Munster, Germany)
and operating SerialEM software.

3 | RESULTS

3.1 | Organoid generation and culture

ICO generation is simple and can be achieved within 3 to
7 days (Figure 1A) from a biopsy of approximately 5 mm3.
This small amount of tissue is often available from clinical
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procedures, without additional surgical intervention. Tissue
can be dissociated and seeded for culture directly, or be
stored at 4�C up to 1 week or at �80�C in cell freezing
medium for long-term storage prior to ICO generation (per-
sonal experience). Thereby exchange of tissue between dif-
ferent hospitals and research centers is facilitated. Tissue
digests are cultured in Matrigel droplets, wherein progenitor
cells self-organize into polarized ICOs within 3 to 7 days
(Figure 1). Apical markers such as MDR1 localize to the
inner membrane of the cystic ICO, while basolateral
markers such as MRP3 localize to the basolateral domain.
On average, ICO formation efficiency is 80% to 90% for both
healthy and patient donors (Figure S1A). The majority
reaches 90% confluency 7 days post isolation, with a vari-
ance of up to 2 weeks since a minority of donor ICOs per-
forms poorly (Figure S1A). Once confluent, ICOs are
removed from Matrigel and passaged at an average split
ratio of 1:5, resulting in a full well plate 3 weeks post

isolation (Figures 1A and S1B). This quantity suffices for ini-
tial gene expression, histology and functional analyses, while
remaining ICOs can be expanded further for biobanking,
functional studies, genetic engineering, and/or differentia-
tion (Figure 1A).6,22 Throughout differentiation ICOs
condense, displaying a thicker cell layer than in EM
(Figure 1B), and hepatic characteristics such as albumin pro-
duction, urea elimination, and phase I enzyme activity
increase.6

3.2 | Metabolic processes and disease
to study in patient ICOs

ICOs have been shown to retain aspects of liver function
in vitro such as glycogen storage and albumin secretion.6

We further investigated which general and liver meta-
bolic functions can be studied with ICOs.

FIGURE 1 Overview of organoid generation, use and characteristics. (A) Organoid generation from biopsy to in vitro culture can be

achieved within 3 weeks, whereafter pheno- and genotyping, functional assays, drug testing, gene editing, and/or differentiation can take

place. (B) Organoids express proliferation marker Ki67 and apical marker F-actin in expansion conditions (EM). After differentiation (DM),

organoids condense and display more mature liver functions and stronger polarization, as exemplified by the apical transporter MDR1 and

the basolateral transporter MRP3. Nuclear staining is shown with Dapi
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3.3 | Basic metabolism

Basic metabolic processes such as amino acid and energy
metabolism occur in various tissues throughout the body.
One example is branched chain amino acid (BCAA)
metabolism which is affected in patients suffering from
organic acidemia, such as methylmalonic acidemia
(MMA). Monogenic defects in the genes methylmalonyl-
CoA mutase (MMUT, 609058), metabolism of cobalamin
associated A (MMAA, 607481), B (MMAB, 607568), D
(MMADHC, 611935), and methylmalonyl-CoA epimerase
(MCEE, 608419) lead to disruption of the enzymatic chain
that constitutes BCAA metabolism. Consequently, met-
hylmalonic acid, propionic acid, and respective carnitines
accumulate in patient organs causing metabolic crisis,
neurological symptoms, kidney failure, and blindness.

As a proof of principle that basic metabolic processes
can be studied in ICOs, we established ICOs from an MMA
patient with homozygous mut0 mutations (c.1280G>T, p.
Gly427Val). MMA patient and healthy donor ICOs were
similar in growth rates and culture longevity (Figure 2A).
LC-MS/MS acylcarnitine analysis in expanded ICOs cells
and culture media revealed significantly increased pro-
pionylcarnitine concentrations in patient ICOs and media
compared to controls (Figures 2B and S1C,D). However,
methylmalonylcarnitine was not detectable in patient and
control ICOs (Figure S1C,D), which may reflect insufficient
sensitivity of our assay because methylmalonylcarnitine
concentrations in plasma from MMA patients can be
50-fold lower than propionylcarnitine concentrations
(personal experience). Propionylcarnitine is an intermedi-
ate product in the BCAA metabolism upstream from
methylmalonyl-coenzyme A mutase and is used as a clini-
cal biomarker.23,24 Our results suggest that ICOs could
serve to study basic metabolic functions such as BCAA
metabolism using routine LC-MS/MS analyses.

3.4 | Liver specific metabolism

Other metabolic processes, such as metal- and drug-
metabolism, are liver specific. Wilson disease (277900)
represents a genetic defect in copper metabolism. Muta-
tions in the gene ATPase copper transporting beta
(ATP7B, 606882) lead to accumulation of toxic amounts
of copper in the liver. Patients currently rely on life-long
symptomatic treatment. Therapy development would
benefit from organ and patient specific models, that can
model the more than 500 different known mutations in
ATP7B.25

Therefore, we investigated copper metabolism in
patient ICOs (c.[1288dup(;)1288dup] p.[(Ser430Lysfs*5)(;)
(Ser430Lysfs*5)]). Under normal culture conditions no

morphological, growth rate, nor longevity differences
were observed between healthy control (HC) and Wilson
disease patient ICOs (Figure 2D, 0.03 mM CuCl2). How-
ever, patient ICOs showed increased sensitivity to copper
treatment, with an IC50 of 0.28 mM CuCl2 compared to
0.33 mM in HC ICOs (Figure 2C,D). Putatively, similar
storage diseases may be phenotyped with ICOs through
provision of relevant substrates.

3.5 | Functions dependent on 3D
structure

Substrate and waste product transport across cells is cru-
cial for many physiologic processes, including bile and
mucus metabolism. This process is affected in cystic
fibrosis (CF, 219700), a disease caused by mutations in
the gene encoding for the CFTR.26 This transmembrane
protein transports chloride ions to aid in mucus and bile
homeostasis. Mutations of the CFTR gene (602421) are
highly heterogeneous across the population and so are
responses to different treatment strategies. Organoids are
highly suitable for studying effects of individual CFTR
mutations due to their patient-specific origin, unique 3D
constellation, and polarity. Substrate and waste product
transport across the cell can easily be studied in
organoids due to the separated inner apical and outer
basolateral domain (Figure 1B-D). Intestinal organoids
are already used to predict medication response for
patients using the FIS assay.16 Bile excretion from hepa-
tocytes into bile canaliculi reflects a similar process,
which is affected in some CF patients and many patients
with intrahepatic cholestasis.

We investigated apical transport and medication
response in ICOs from a CF patient compound heterozy-
gous for F508del (c.1521_1523delCTT, p.Phe508del) and
R1162X (c.3484C>T, p.Arg1162X)(Figure 2E-G). CF
patient ICOs showed impaired swelling in response to
forskolin exposure, which corresponds to increased bile
viscosity as observed in CF patients. This phenotype was
rescued by addition of the corrector and potentiator com-
bination VX809-770. Using similar approaches, other api-
cal or basolateral functions may also be tested in ICOs.

3.6 | Metabolic functions not detected in
ICO cultures

For some cellular and metabolic functions ICOs appear
less suitable. We experienced this for cytosolic
aminoacyl-tRNA synthetase (ARS) deficiencies, an
increasingly recognized group of diseases with varying
clinical phenotypes. To investigate disease mechanism
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and improve treatment strategies we established ICOs
from a patient with isoleucyl-tRNA synthetase (IARS,
600709, c.1305G>C (p.Trp435Cys), c.3377dup (p.
Asn1126fs)) deficiency. The most prominent clinical

phenotype of patients, namely dysmaturity and severe
failure to thrive,27 was closely recapitulated by these
ICOs. Concurrently, not enough ICOs could be generated
to perform functional assays (Figure S1B,E,F). Thus,
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FIGURE 3 Visualizations of log2 fold changes in gene expression of IEM genes in expanded (EM, n = 2) and differentiated (DM, n = 2)

ICOs, fibroblasts (Fibro, n = 2) and whole liver tissue (n = 2). log2 fold changes are relative to the mean expression of the genes across all

fibroblast and ICO DM samples. IEM genes are divided into metabolic categories Amino Acid Metabolism (A), Pentose Phosphate Pathway

(B), Carbohydrate Metabolism (other) (C), Citric acid cycle (D), Lysosomal Metabolism (E), Trace element and Metal Metabolism (F),

Glycogen Metabolism (G), Oxidative Phosphorylation (H), Porphyrin and Haem Metabolism (I), Fatty Acid and Ketone Body Metabolism

(J), Glycolysis and Glyconeogenesis (K), Peroxisomal Metabolism (L), Glycan Metabolism (M), Xenobiotics Metabolism (N), Lipid

Metabolism (O), Metabolism of vitamins and (nonprotein) cofactors (P), Nucleotide Metabolism (Q), Other (R)
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faithful disease modeling hampered use of IARS deficient
ICOs for unraveling the disease mechanism. Conversely,
patient fibroblast growth was sufficient to devise a treat-
ment strategy, which was successfully translated to the
clinics.28 This indicates that, for some IEMs, alternative
patient-derived cell models should be explored if patient

ICOs do not meet the practical requirements, such as
expression of genes of interest and cell growth, to unravel
disease mechanisms.

Moreover, we anticipate that hyperoxaluria type
1 (PH1, 259900), caused by mutations in the gene
alanine-glyoxylate aminotransferase (AGXT, 604285),

FIGURE 4 (A) Schematic representation of a hepatocyte showing metabolic functions and approximate organelle locations. Organelle

sizes not to scale. (B) TEM images of HC ICO cells in EM and DM displaying differences in ICO wall thickness. Arrows indicate mucus

fields. Red squares indicate magnification regions shown in C. (C) TEM images of HC ICO cells in EM and DM displaying the major

organelles visible in these cells (left), mucus and villus presence (right), and peroxisomes (D). TEM, transmission electron microscopy; DM,

differentiation condition; EM, expansion condition; Gol, golgi; Gly, glycogen rosettes; Lys, lysosomes; Mit, mitochondria; Nuc, nucleus; Per,

peroxisomes; ER, endoplasmic reticulum; Vil, villi
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cannot be studied in ICOs, since AGXT is not expressed
in healthy ICOs under current culturing conditions
(Figure S2D).

To gain broader insight in the metabolic functions
that can be studied in ICOs, we investigated the geno-
and phenotype of ICOs in more detail.

3.7 | Expression of genes involved
in IEMs

Bulk RNA sequencing (RNAseq) was analyzed for IEM
expression using the Radboudumc Exome panel for met-
abolic disorders.29 Healthy ICO data were compared to
whole liver and fibroblasts, the latter of which is the most
commonly used in vitro model for IEMs.1,30–33

We found a great variety in ICO IEM gene expression,
confirming our previous notion that ICOs are a suitable
in vitro model for a specific selection of metabolic catego-
ries (Figures 3 and S2A-B). Interestingly, this variation
was also observed within each metabolic category of
ICOs and fibroblasts. Neither model expressed more than
60% of IEM genes of any metabolic category well (Figure
S2B). Good IEM gene expression in ICOs was frequently
paired with poor expression in fibroblasts and vice versa
(Figures 3 and S2B). This insight could facilitate decision
making for future studies.

Nonetheless, expression of 30% of all IEM genes was
higher in ICOs than fibroblasts (Figure S2A). These genes
constitute a variety of metabolic categories, including oxi-
dative phosphorylation, metal, and amino acid metabo-
lism (Figures 3 and S2B). For example, expression of
MMUT, CFTR, and ATP7B in ICOs was comparable to
that in the liver, whereas fibroblasts displayed lower

expression (Figure 3A,F,R). This suggests that ICOs are
suitable to study diseases related to these genes, as con-
firmed by our functional assays (Figure 2).

In fibroblasts, 22% of all IEM genes were better
expressed than in ICOs (Figure S2A). Examples include
CPS1, CBS, and CYP7B1 (Figure 3A,J). Poor expression of
CPS1 and CBS in ICOs highlights that ICOs fail to repre-
sent certain liver-specific genes despite being derived
from this organ. This led us to investigate the cell charac-
teristics of ICOs using electron microscopy.

3.8 | CO cell morphology and organelles

Several metabolic functions depend on specific cell
organelles (Figure 4A). Hence, ICOs should exhibit all
organelles necessary for the function to be studied.

TEM analysis showed that healthy ICO cells in EM
and DM have a nucleus, mitochondria, golgi, lysosomes,
rough endoplasmic reticulum, and villi (Figure 4B,C).
Catalase-stained peroxisomes were identified in both con-
ditions (Figure 4D). However, catalase signals in DM
were mostly found in golgi-budding vesicles, which could
not be found in EM or control HepG2 cells, thus
suggesting immature peroxisomes in DM. Peroxisomes in
EM and DM ICOs were significantly smaller than in
HepG2 cells, a cell model widely viewed to have high
similarity to primary human hepatocytes (Figure S3A,B).

Notably, EM ICO cells displayed some liver function-
ality as they contained glycogen rosettes. Moreover, des-
mosomes and interdigitations between cells and more
compact villi facing ICO lumen indicate apical domains
needed for bile salt secretion (Figure S3C). In contrast,
the basolateral domain appeared smooth and without

TABLE 1 Comparison of various cell models for IEM in vitro modeling

ICOs Fibroblasts Liver cell lines PHH iPSCs

2D culture + + + + +

3D culture + � � � +/�
Personalized medicine + + � +/� +

Long-term cultures + + + � +

Biobanking potential + + + +/� +

Ease of handling/assays + + + � �
Time to first assays 3 weeks 6 weeks Immediate <1 week 6 weeks

Culturing costs/expertise High Low Low Intermediate High

Hepatocyte functions +/� � + ++ +/�
Cholangiocyte functions +/� � � � +/�
IEM functions +/� +/� � ++/� ++/� +/�

Abbreviations: iPSCs, induced pluripotent stem cells; PHH, primary human hepatocytes; +, applicable; ++, very applicable; �, not applicable; (+)+/�(�),

applicable with limitations, while ++ and � � indicate better or worse; 2D, two-dimensional; 3D, three-dimensional.
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villi, concurring with immunofluorescence analyses
(Figure 1B).

Interestingly, differentiation induced formation of large
mucus fields, located toward the apical domain (Figure 4B).
Apical villi in DM ICOs appeared slightly longer and were
organized in bundles, putatively to make way for mucus
secretion, as would be rather compatible with biliary than
hepatic differentiation (Figure 4C, right). Moreover, DM
cells showed more lipid droplets compared to EM
(Figures 4C and S3C). Occasionally, we found DM cells
with less mucus and shorter, more compact villi. Together
with the variable transcriptome profile, ICOs appear to
undergo heterogenic maturation with current DM, showing
cholangiocyte and hepatic characteristics.

4 | DISCUSSION

Mechanistic studies and treatment development for rare
diseases are limited by the small number and geographic
distribution of patients. Recently developed organoid
models promise exciting possibilities for patient-specific
preclinical studies. However, it is currently unknown for
which specific metabolic functions and diseases ICOs can
be effectively used. To address this, we present our experi-
ence with ICOs and evaluate the potential and limitations
of patient-derived ICOs to study metabolic functions.

We show that ICOs can be used to study basic metabo-
lism, more specific hepatic functions, and transport func-
tions, exemplified respectively by pathways of BCAA
metabolism, copper metabolism, and chloride transport.
We noticed that IEM gene expression in ICOs and fibro-
blasts varied within each metabolic category. Cell model
choice should be done case by case with focus on the IEM
gene/pathway of interest. ICO transcriptome variance
was supported by TEM analysis which revealed that ICOs
are composed of intermediate cell types with progenitor
cell, hepatic, and biliary characteristics. Likely, the cells'
ductal origin as well as the environmental stimuli offered
to ICOs promote this intermediary cell type. Indeed, it is
well known that environmental stimuli affect cell fate.34–
38 Adjustments in DM and hydrogel composition could
favor expression of some as of yet absent metabolic func-
tions. We and other research groups are currently explor-
ing different approaches to achieve improved separate
hepatic or cholangiocyte differentiation of ICOs.35 We
anticipate new insights to arise and be adopted widely in
the coming decade. Until then, this paper addresses the
recurring queries on ICO use for current clinical and
research questions.

Several cell models are available for IEM research,
including, ICOs, fibroblasts, cell lines, primary hepato-
cytes, and induced pluripotent stem cells (Table 1). Most

of these cell models are suitable for personalized medi-
cine approaches and biobanking. Cell model choice will
depend on the specific study goal, availability of patient
cells through skin and/or liver biopsy, representation of
metabolic function, costs, and expertise. Although ICOs
require some expertise and investment, they score high
for other categories. ICOs not only express a variety of
IEM genes, but time to first assay and ease of handling
are additional advantages. Moreover, ICO culture is ver-
satile; both long-term 3D and 2D transwell cultures are
possible, as previously reported for gut organoids.39

Moreover, ICO generation and differentiation does not
require genetic reprogramming or immortalization.40,41

Previous in vitro copper metabolism studies were all per-
formed in genetically induced fibroblasts or embryonic
stem cells.42–44 We show this can also be done in ICOs
which retain the original patient (epi)genome.6,41,45 Fur-
ther studies are needed to determine applicability of Wilson
disease ICOs for personalized drug testing.46,47

To study basic metabolism, a hepatic phenotype is
not required. Although transcriptome analysis favors
ICOs to study MMA (Figures 3 and S2B,C), several stud-
ies have reported successful phenotyping of MMA in
patient fibroblasts and immortalized kidney tubule cells,
derived from patient urine.48–50 This illustrates that lower
expression of genes does not necessarily result in absence
of a disease phenotype. In ICOs derived from MMA
patients, we discerned significantly increased concentra-
tions of the clinical biomarker propionylcarnitine, which
represents a first step toward studying MMA treatment
response in a personalized setting in ICOs.

Importantly, ICO differentiation capacity varies
between donors. It is currently unclear whether this
relates to a specific biopsy, isolation or a donor's genetic
background or age. It has been shown that extrahepatic
cholangiocyte progenitors cannot differentiate to hepato-
cytes, indicating that the location of cholangiocyte pro-
genitors is crucial for their differentiation potential.51,52

Yet, this interdonor variability does not hamper studying
intradonor differences after treatment.

When patient material is scarce, patient mutations
may be introduced in cells.42 Current CRISPR-based
technologies are also applicable to ICOs.22,53,54 Moreover,
mechanistic insight can be achieved by editing different
genes in a pathway. Evidently, artificial IEM ICO models
may be helpful in investigating the gene in isolation, but
not for personalized strategies.

Complete absence of a key pathway gene is likely to
hamper studies thereof. For example, we expect oxalate
metabolism studies in ICOs to be impeded by absence of
expression of the peroxisomal AGXT gene. Peroxisomal
assembly genes such as the PEX, PPAR, and ABCD families
were well expressed, suggesting availability of peroxisome
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machinery in ICOs. In contrast, electron microscopy analy-
sis revealed a reduced peroxisome size. Peroxisome biogen-
esis is highly plastic and dependent on nutrient availability
and culture confluency.55–59 This has been shown for
HepG2 peroxisomes which transiently become tubular
rather than spherical during periods of rapid growth.59 The
smaller peroxisomes in ICOs might represent this transient
morphology in peroxisome biogenesis. Provision of relevant
substrates in culture media as well as improved differentia-
tion conditions might promote peroxisome maturation and
expression of yet absent genes.

Initially ICOs were described as a liver model to study
specific hepatic functions. Concurrently, ICOs were shown
to eliminate urea, metabolize drugs, and secrete albu-
min.6,14,15 ICOs are derived from the oval cell, or bi-potent
liver progenitor, but current methods do not suffice to gen-
erate a pure population of mature hepatocytes. With cur-
rent methods, ICOs are suitable for studying a selection of
basic, hepatic, and cholangiocyte metabolic functions. Prior
to using ICOs for a specific research question, expression of
the corresponding pathway and/or function should be con-
sidered. If the full spectrum of mature hepatic functions is
required, a different cell model is more suitable.

Recently, hepatic liver organoids (HLOs) were
established from foetal hepatocytes.60 These showed an
improved hepatic phenotype compared to ICOs. We antic-
ipate that generation of HLOs from pediatric and adult
tissue will provide an improved hepatic patient-specific in
vitro model and will fill some gaps in patient-related IEM
research.

To conclude, we provide an overview of metabolic
functions and IEMs, which can be studied with ICOs.
Presence of mitochondria, lysosomes and the ER com-
bined with good gene expression in energy, amino acid,
and lipid metabolism suggest that ICOs are suitable to
study related functions and diseases. Furthermore, the
3D nature of ICOs renders the model highly suitable for
transepithelial transport studies. We present several func-
tional assays with which to study drug responses
preclinically. This is especially relevant for IEMs where
global patient numbers and geographic distribution do
not allow for standard clinical drug testing. Our trans-
criptome data may be of help to decide whether ICOs are
a suitable model for a specific research question. For dis-
eases that can currently not be studied with ICOs, we
anticipate that improved culturing conditions and/or
adult HLOs will be available in the near future.

ACKNOWLEDGENT

The authors are grateful for the collaborative “United for
Metabolic Diseases (UMD)” efforts to improve care for

patients with (genetic) metabolic diseases. Moreover, the
authors thank prof. Dr. Jeffrey Beekman for kindly pro-
viding relevant medications and inhibitors for CF related
experiments. This work was supported by Metakids
funding (to Sabine A. Fuchs), a Clinical Fellows grant
(40-00703-97-13537 to Sabine A. Fuchs) and a grant from
the research program Applied and Engineering Sciences
(15498 to Bart Spee), both from The Netherlands Organi-
zation for Health Research and Development.

CONFLICT OF INTEREST
The authors declare no potential conflict of interest.

ORCID
Vivian Lehmann https://orcid.org/0000-0002-5555-0486
Imre F. Schene https://orcid.org/0000-0001-8511-299X
Arif I. Ardisasmita https://orcid.org/0000-0001-8527-
4585
Nalan Liv https://orcid.org/0000-0003-2654-9117
Judith Klumperman https://orcid.org/0000-0003-4835-
6228
Monique M. A. Verstegen https://orcid.org/0000-0001-
9908-6673
Luc J. W. van der Laan https://orcid.org/0000-0002-
0651-5334
Bart Spee https://orcid.org/0000-0002-8114-0560
Sabine A. Fuchs https://orcid.org/0000-0001-9147-2406

REFERENCES
1. Ferreira CR, van Karnebeek CDM, Vockley J, Blau N. A pro-

posed nosology of inborn errors of metabolism. Genet Med.
2019;21(1):102-106. doi:10.1038/s41436-018-0022-8

2. Waters D, Adeloye D, Woolham D, Wastnedge E, Patel S,
Rudan I. Global birth prevalence and mortality from inborn
errors of metabolism: a systematic analysis of the evidence.
J Glob Health. 2018;8(2). doi:10.7189/jogh.08.021102

3. Stenton SL, Prokisch H. Genetics of mitochondrial diseases:
identifying mutations to help diagnosis. EBioMed. 2020;56:
102784. doi:10.1016/j.ebiom.2020.102784

4. Tarasenko TN, Mcguire PJ. The liver is a metabolic and immuno-
logic organ: a reconsideration of metabolic decompensation due
to infection in inborn errors of metabolism (IEM). Mol Genet
Metab. 2017;121:283-288. doi:10.1016/j.ymgme.2017.06.010

5. Sato T, Vries RG, Snippert HJ, et al. Single Lgr5 stem cells build
crypt-villus structures in vitro without a mesenchymal niche. Nat.
2009;459(7244):262-265. doi:10.1038/NATURE07935

6. Huch M, Gehart H, Van Boxtel R, et al. Long-term culture of
genome-stable bipotent stem cells from adult human liver. Cell.
2015;160:299-312. doi:10.1016/j.cell.2014.11.050

7. Lancaster MA, Renner M, Martin C-A, et al. Cerebral
organoids model human brain development and microcephaly.
Nat. 2013;501(7467):373-379. doi:10.1038/NATURE12517

8. Huch M, Koo B-K. Modeling mouse and human development
using organoid cultures. Development. 2015;142(18):3113-3125.
doi:10.1242/DEV.118570

LEHMANN ET AL. 363

https://orcid.org/0000-0002-5555-0486
https://orcid.org/0000-0002-5555-0486
https://orcid.org/0000-0001-8511-299X
https://orcid.org/0000-0001-8511-299X
https://orcid.org/0000-0001-8527-4585
https://orcid.org/0000-0001-8527-4585
https://orcid.org/0000-0001-8527-4585
https://orcid.org/0000-0003-2654-9117
https://orcid.org/0000-0003-2654-9117
https://orcid.org/0000-0003-4835-6228
https://orcid.org/0000-0003-4835-6228
https://orcid.org/0000-0003-4835-6228
https://orcid.org/0000-0001-9908-6673
https://orcid.org/0000-0001-9908-6673
https://orcid.org/0000-0001-9908-6673
https://orcid.org/0000-0002-0651-5334
https://orcid.org/0000-0002-0651-5334
https://orcid.org/0000-0002-0651-5334
https://orcid.org/0000-0002-8114-0560
https://orcid.org/0000-0002-8114-0560
https://orcid.org/0000-0001-9147-2406
https://orcid.org/0000-0001-9147-2406
https://doi.org/10.1038/s41436-018-0022-8
https://doi.org/10.7189/jogh.08.021102
https://doi.org/10.1016/j.ebiom.2020.102784
https://doi.org/10.1016/j.ymgme.2017.06.010
https://doi.org/10.1038/NATURE07935
https://doi.org/10.1016/j.cell.2014.11.050
https://doi.org/10.1038/NATURE12517
https://doi.org/10.1242/DEV.118570


9. Clevers H. Modeling development and disease with organoids.
Cell. 2016;165:1586-1597. doi:10.1016/j.cell.2016.05.082

10. Fatehullah A, Tan SH, Barker N. Organoids as an in vitro
model of human development and disease. Nat Cell Biol. 2016;
18(3):246-254. doi:10.1038/NCB3312

11. Nagle PW, Coppes RP. Current and future perspectives of the
use of organoids in radiobiology. Cells. 2020;9(12):2649. https://
doi.org/10.3390/cells9122649

12. Kim J, Koo BK, Knoblich JA. Human organoids: model sys-
tems for human biology and medicine. Nat Rev Mol Cell Biol.
2020;21(10):571-584. doi:10.1038/s41580-020-0259-3

13. Marsee A, Roos FJ, Verstegen MM, et al. Building consensus
on definition and nomenclature of hepatic, pancreatic, and bili-
ary organoids. Cell Stem Cell. 2021;28(5):816-832. doi:10.1016/j.
stem.2021.04.005

14. G�omez-Mariano G, Matamala N, Martínez S, et al. Liver
organoids reproduce alpha-1 antitrypsin deficiency-related liver
disease. Hepatol Int. 2020;14(1):127-137. doi:10.1007/s12072-
019-10007-y

15. Nuciforo S, Heim MH. Organoids to model liver disease. JHEP
Rep. 2021;3(1):100198. doi:10.1016/j.jhepr.2020.100198

16. Dekkers JF, Wiegerinck CL, De Jonge HR, et al. A functional
CFTR assay using primary cystic fibrosis intestinal organoids.
Nat Med. 2013;19(7):939-945. doi:10.1038/nm.3201

17. Dekkers JF, Alieva M, Wellens LM, et al. High-resolution 3D
imaging of fixed and cleared organoids. Nat Protoc. 2019;14(6):
1756-1771. doi:10.1038/s41596-019-0160-8

18. de Sain-Van Der Velden MGM, Diekman EF, Jans JJ, et al. Dif-
ferences between acylcarnitine profiles in plasma and blood-
spots. Mol Genet Metab. 2013;110:116-121. doi:10.1016/j.
ymgme.2013.04.008

19. The Human Protein Atlas. https://www.proteinatlas.org/. 2021.
Accessed May 26, 2021.

20. Zschocke J, Hoffmann GF. In: Van Karnebeek C, Lee J,
Houben R, eds. Vademecum Metabolicum. 3rd ed. Fried-
richsdorf, Germany: Milupa Metabolics GmbH; 2011 http://
www.vademetab.org/

21. Metabolic Atlas. https://metabolicatlas.org/. Accessed May
26, 2021

22. Schene IF, Joore IP, Oka R, et al. Prime editing for functional
repair in patient-derived disease models. Nat Commun. 2020;
11(1):5352. doi:10.1038/s41467-020-19136-7

23. Haijes H, Willemsen M, van der Ham M, et al. Direct infusion
based metabolomics identifies metabolic disease in patients’
dried blood spots and plasma. Metabolites. 2019;9(1):12. https://
doi.org/10.3390/metabo9010012

24. Haijes HA, Jans JJM, Van Der Ham M, Van Hasselt PM,
Verhoeven-Duif NM. Understanding acute metabolic decom-
pensation in propionic and methylmalonic acidemias: a deep
metabolic phenotyping approach. Orphanet J Rare Dis. 2020;
15(1):68. doi:10.1186/s13023-020-1347-3

25. Kenney SM, Cox DW. Sequence variation database for the Wil-
son disease copper transporter, ATP7B. Human Mutation.
2007;28(12):1171-1177. https://doi.org/10.1002/humu.20586

26. Rafeeq MM, Murad HAS. Cystic fibrosis: current therapeutic
targets and future approaches. J Transl Med. 2017;15(1):84. doi:
10.1186/s12967-017-1193-9

27. Fuchs SA, Schene IF, Kok G, et al. Aminoacyl-tRNA synthetase
deficiencies in search of common themes. Genet Med. 2019;
21(2):319-330. doi:10.1038/s41436-018-0048-y

28. Kok G, Tseng L, Schene IF, et al. Treatment of ARS deficien-
cies with specific amino acids. Genetics in Medicine. 2021.
https://doi.org/10.1038/s41436-021-01249-z

29. Exome sequencing diagnostics - Radboudumc. Metabolic disor-
ders gene panel DG 2.18 https://www.radboudumc.nl/en/
patient-care/patient-examinations/exome-sequencing-
diagnostics/exomepanelspreviousversions/
exomepanelspreviousversions/metabolic-disorders. Accessed
December 16, 2020

30. Cameron JM, Levandovskiy V, Mackay N, Robinson BH. Respira-
tory chain analysis of skin fibroblasts in mitochondrial disease.
Mitochondrion. 2004;4:387-394. doi:10.1016/j.mito.2004.07.039

31. Ferreira CR, Gahl WA. Lysosomal storage diseases. Transl Sci
Rare Dis. 2017;2:1-71. doi:10.3233/TRD-160005

32. Soiferman D, Saada A. The use of fibroblasts from patients
with inherited mitochondrial disorders for pathomechanistic
studies and evaluation of therapies. In: Gribkoff VK,
Jonas EA, Hardwick JM, eds. The Functions, Disease-related
Dysfunctions, and Therapeutic Targeting of Neuronal Mitochon-
dria. New Jersey: John Wiley & Sons; 2015:378-398. doi:10.
1002/9781119017127.ch18

33. Diekman EF, Ferdinandusse S, Van Der Pol L, et al. Fatty acid
oxidation flux predicts the clinical severity of VLCAD
deficiency. Genet Med. 2015;17(12):989-994. doi:10.1038/gim.20
15.22

34. Jaramillo M, Yeh H, Yarmush ML, Uygun BE. Decellularized
human liver extracellular matrix (hDLM)-mediated hepatic dif-
ferentiation of human induced pluripotent stem cells (hIPSCs).
J Tissue Eng Regen Med. 2018;12(4):e1962-e1973. doi:10.1002/
term.2627

35. Chen C, Soto-Gutierrez A, Baptista PM, Spee B. Biotechnology
challenges to in vitro maturation of hepatic stem cells. Gastro-
enterology. 2018;154(5):1258-1272. https://doi.org/10.1053/j.
gastro.2018.01.066

36. McClelland R, Wauthier E, Uronis J, Reid L. Gradients in the
liver's extracellular matrix chemistry from periportal to
pericentral zones: influence on human hepatic progenitors. Tis-
sue Eng A. 2008;14(1):59-70. doi:10.1089/ten.a.2007.0058

37. Wouters OY, Ploeger DTA, van Putten SM, Bank RA.
3,4-Dihydroxy-L-phenylalanine as a novel covalent linker of
extracellular matrix proteins to polyacrylamide hydrogels with
a tunable stiffness. Tissue Eng Part C Methods. 2016;22(2):91-
101. doi:10.1089/ten.tec.2015.0312

38. Brill S, Zvibel I, Halpern Z, Oren R. The role of fetal and adult
hepatocyte extracellular matrix in the regulation of tissue-
specific gene expression in fetal and adult hepatocytes. Eur J
Cell Biol. 2002;81(1):43-50. doi:10.1078/0171-9335-00200

39. Sasaki N, Miyamoto K, Maslowski KM, Ohno H, Kanai T,
Sato T. Development of a scalable coculture system for gut
anaerobes and human colon epithelium. Gastroenterology.
2020;159:388-390. doi:10.1053/j.gastro.2020.03.021

40. Attwood S, Edel M. iPS-Cell technology and the problem of
genetic instability—can it ever be safe for clinical use? J Clin
Med. 2019;8(3):288. doi:10.3390/jcm8030288

41. Prior N, Inacio P, Huch M. Liver organoids: from basic
research to therapeutic applications. Gut. 2019;68(12):2228-
2237. doi:10.1136/gutjnl-2019-319256

42. Kim D, Kim S-B, Ryu JL, et al. Human embryonic stem cell-
derived Wilson's disease model for screening drug efficacy. Cell.
2020;9(4):872. doi:10.3390/cells9040872

364 LEHMANN ET AL.

https://doi.org/10.1016/j.cell.2016.05.082
https://doi.org/10.1038/NCB3312
https://doi.org/10.3390/cells9122649
https://doi.org/10.3390/cells9122649
https://doi.org/10.1038/s41580-020-0259-3
https://doi.org/10.1016/j.stem.2021.04.005
https://doi.org/10.1016/j.stem.2021.04.005
https://doi.org/10.1007/s12072-019-10007-y
https://doi.org/10.1007/s12072-019-10007-y
https://doi.org/10.1016/j.jhepr.2020.100198
https://doi.org/10.1038/nm.3201
https://doi.org/10.1038/s41596-019-0160-8
https://doi.org/10.1016/j.ymgme.2013.04.008
https://doi.org/10.1016/j.ymgme.2013.04.008
https://www.proteinatlas.org/
http://www.vademetab.org/
http://www.vademetab.org/
https://metabolicatlas.org/
https://doi.org/10.1038/s41467-020-19136-7
https://doi.org/10.3390/metabo9010012
https://doi.org/10.3390/metabo9010012
https://doi.org/10.1186/s13023-020-1347-3
https://doi.org/10.1002/humu.20586
https://doi.org/10.1186/s12967-017-1193-9
https://doi.org/10.1038/s41436-018-0048-y
https://doi.org/10.1038/s41436-021-01249-z
https://www.radboudumc.nl/en/patient-care/patient-examinations/exome-sequencing-diagnostics/exomepanelspreviousversions/exomepanelspreviousversions/metabolic-disorders.
https://www.radboudumc.nl/en/patient-care/patient-examinations/exome-sequencing-diagnostics/exomepanelspreviousversions/exomepanelspreviousversions/metabolic-disorders.
https://www.radboudumc.nl/en/patient-care/patient-examinations/exome-sequencing-diagnostics/exomepanelspreviousversions/exomepanelspreviousversions/metabolic-disorders.
https://www.radboudumc.nl/en/patient-care/patient-examinations/exome-sequencing-diagnostics/exomepanelspreviousversions/exomepanelspreviousversions/metabolic-disorders.
https://doi.org/10.1016/j.mito.2004.07.039
https://doi.org/10.3233/TRD-160005
https://doi.org/10.1002/9781119017127.ch18
https://doi.org/10.1002/9781119017127.ch18
https://doi.org/10.1038/gim.2015.22
https://doi.org/10.1038/gim.2015.22
https://doi.org/10.1002/term.2627
https://doi.org/10.1002/term.2627
https://doi.org/10.1053/j.gastro.2018.01.066
https://doi.org/10.1053/j.gastro.2018.01.066
https://doi.org/10.1089/ten.a.2007.0058
https://doi.org/10.1089/ten.tec.2015.0312
https://doi.org/10.1078/0171-9335-00200
https://doi.org/10.1053/j.gastro.2020.03.021
https://doi.org/10.3390/jcm8030288
https://doi.org/10.1136/gutjnl-2019-319256
https://doi.org/10.3390/cells9040872


43. Liu J, Cui Y, Shi L, Luan J, Zhou X, Han J. A cellular model for
Wilson's disease using patient-derived induced pluripotent
stem cells revealed aberrant β-catenin pathway during osteo-
genesis. Biochem Biophys Res Commun. 2019;513:386-391. doi:
10.1016/j.bbrc.2019.04.013

44. Tsivkovskii R, Efremov RG, Lutsenko S. The role of the invari-
ant His-1069 in folding and function of the Wilson's disease
protein, the human copper-transporting ATPase ATP7B. J Biol
Chem. 2003;278(15):13302-13308. doi:10.1074/jbc.M300034200

45. Kraiczy J, Nayak KM, Howell KJ, et al. Intestinal inflammation
DNA methylation defines regional identity of human intestinal
epithelial organoids and undergoes dynamic changes during
development. Gut. 2019;68:49-61. doi:10.1136/gutjnl-2017-31
4817

46. Vivet therapeutics. VTX-801 - Wilson disease therapeutics.
https://www.vivet-therapeutics.com/en/pipeline/vtx-801-
wilson-disease. Accessed March 18, 2021

47. Schilsky M, Patel A, Liapakis A & To U Clinical investigation
at yale center for clinical investigation, New Haven. https://
medicine.yale.edu/ycci/trial/4007/?tab=healthPro

48. Luciani A, Schumann A, Berquez M, et al. Impaired mitophagy
links mitochondrial disease to epithelial stress in methylmalonyl-
CoA mutase deficiency. Nat Commun. 2020;11(1):970. doi:10.
1038/s41467-020-14729-8

49. Anzmann AF, Pinto S, Busa V, et al. Multi-omics studies in cel-
lular models of methylmalonic acidemia and propionic
acidemia reveal dysregulation of serine metabolism. Biochim
Biophys Acta - Mol Basis Dis. 2019;1865(12):165538. doi:10.
1016/j.bbadis.2019.165538

50. Rinc�on A, Aguado C, Desviat LR, S�anchez-Alcudia R,
Ugarte M, Pérez B. Propionic and methylmalonic acidemia:
antisense therapeutics for intronic variations causing aber-
rantly spliced messenger RNA. Am J Hum Genet. 2007;81(6):
1262-1270. doi:10.1086/522376

51. Rimland CA, Tilson SG, Morell CM, et al. Regional differences
in human biliary tissues and corresponding in vitro–derived
organoids. Hepatology. 2021;73(1):247-267. https://doi.org/10.
1002/hep.31252

52. Verstegen MMA, Roos FJM, Burka K, et al. Human extrahe-
patic and intrahepatic cholangiocyte organoids show region-
specific differentiation potential and model cystic fibrosis-
related bile duct disease. Sci Rep. 2020;10(1):21900. doi:10.
1038/s41598-020-79082-8

53. Artegiani B, Hendriks D, Beumer J, et al. Fast and efficient
generation of knock-in human organoids using homology-
independent CRISPR–Cas9 precision genome editing. Nat Cell
Biol. 2020;22(3):321-331. doi:10.1038/s41556-020-0472-5

54. Artegiani B, van Voorthuijsen L, Lindeboom RGH, et al. Prob-
ing the tumor suppressor function of BAP1 in CRISPR-
engineered human liver organoids. Cell Stem Cell. 2019;24(6):
927-943. doi:10.1016/j.stem.2019.04.017

55. Yan M, Rayapuram N, Subramani S. The control of peroxisome
number and size during division and proliferation. Curr Opin
Cell Biol. 2005;17:376-383. doi:10.1016/j.ceb.2005.06.003

56. Miyazawa S, Furuta S, Osumi T, Hashimoto T. Turnover of
enzymes of peroxisomal beta-oxidation in rat liver. Biochim
Biophys Acta. 1980;630(3):367-374. https://doi.org/10.1016/
0304-4165(80)90285-8

57. Hashimoto T. Peroxisomal β-oxidation enzymes. Neurochem
Res. 1999;24:551-563.

58. Smith JJ, Brown TW, Eitzen GA, Rachubinski RA. Regulation of
peroxisome size and number by fatty acid β-oxidation in the yeast
yarrowia lipolytica. Journal of Biological Chemistry. 2000;275:(26):
20168-20178. https://doi.org/10.1074/jbc.m909285199

59. Grabenbauer M, Sätzler K, Baumgart E, Fahimi HD. Three-
dimensional ultrastructural analysis of peroxisomes in HepG2
cells. Cell Biochemistry and Biophysics. 2000;32(1-3):37-49.
https://doi.org/10.1385/cbb:32:1-3:37

60. Hu H, Gehart H, Artegiani B, Peters PJ, De Jong YP, Clevers H.
Long-term expansion of functional mouse and human hepato-
cytes as 3D organoids. Cell. 2018;175:1591-1606. doi:10.1016/j.
cell.2018.11.013

SUPPORTING INFORMATION
Additional supporting information may be found in the
online version of the article at the publisher's website.

How to cite this article: Lehmann V, Schene IF,
Ardisasmita AI, et al. The potential and limitations
of intrahepatic cholangiocyte organoids to study
inborn errors of metabolism. J Inherit Metab Dis.
2022;45(2):353-365. doi:10.1002/jimd.12450

LEHMANN ET AL. 365

https://doi.org/10.1016/j.bbrc.2019.04.013
https://doi.org/10.1074/jbc.M300034200
https://doi.org/10.1136/gutjnl-2017-314817
https://doi.org/10.1136/gutjnl-2017-314817
https://www.vivet-therapeutics.com/en/pipeline/vtx-801-wilson-disease
https://www.vivet-therapeutics.com/en/pipeline/vtx-801-wilson-disease
https://medicine.yale.edu/ycci/trial/4007/?tab=healthPro
https://medicine.yale.edu/ycci/trial/4007/?tab=healthPro
https://doi.org/10.1038/s41467-020-14729-8
https://doi.org/10.1038/s41467-020-14729-8
https://doi.org/10.1016/j.bbadis.2019.165538
https://doi.org/10.1016/j.bbadis.2019.165538
https://doi.org/10.1086/522376
https://doi.org/10.1002/hep.31252
https://doi.org/10.1002/hep.31252
https://doi.org/10.1038/s41598-020-79082-8
https://doi.org/10.1038/s41598-020-79082-8
https://doi.org/10.1038/s41556-020-0472-5
https://doi.org/10.1016/j.stem.2019.04.017
https://doi.org/10.1016/j.ceb.2005.06.003
https://doi.org/10.1016/0304-4165(80)90285-8
https://doi.org/10.1016/0304-4165(80)90285-8
https://doi.org/10.1074/jbc.m909285199
https://doi.org/10.1385/cbb:32:1-3:37
https://doi.org/10.1016/j.cell.2018.11.013
https://doi.org/10.1016/j.cell.2018.11.013
info:doi/10.1002/jimd.12450

	The potential and limitations of intrahepatic cholangiocyte organoids to study inborn errors of metabolism
	1  INTRODUCTION
	2  MATERIALS AND METHODS
	2.1  Organoid generation and culture
	2.2  Immunohistochemistry
	2.3  LC-MS/MS
	2.4  Copper toxicity assay
	2.5  Forskolin-induced swelling assay
	2.6  RNA sequencing and analysis
	2.7  Resin electron microscopy (EPON)

	3  RESULTS
	3.1  Organoid generation and culture
	3.2  Metabolic processes and disease to study in patient ICOs
	3.3  Basic metabolism
	3.4  Liver specific metabolism
	3.5  Functions dependent on 3D structure
	3.6  Metabolic functions not detected in ICO cultures
	3.7  Expression of genes involved in IEMs
	3.8  CO cell morphology and organelles

	4  DISCUSSION
	  ACKNOWLEDGENT

	  CONFLICT OF INTEREST
	REFERENCES


